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In the Specification 

Page 9, lines 10-16 



A "substantial portion" of an amino acid or nucleotide sequence comprises 
enough of the amino acid sequence of a polypeptide or the nucleotide sequence of a 
gene to afford putative identification of that polypeptide or gene, either by manual 
evaluation of the sequence by one skilled in the art, or by computer-automated 
sequence comparison and identification using algorithms such as BLAST (Altschul, 
S. F., et al. a (1993; J. Mol. Biol. 275:403-410) and Gapped Blast (Altschul, S. F. 
et al., (1997) Nucleic Acids Res. 25:3389-3402); see also 

www.ncb i .n l m. n i h.gov/BLA S TA ). 


Page 32, lines 19-35 



cDNA clones encoding soybean allergens were identified by conducting 
BLAST (Basic Local Alignment Search Tool; Altschul et al. (1993) J. Mol. Biol. 
275:403-410; see also www.ncb i .nlm.n i h.gov/BLAST/ ) searches for similarity to 
sequences contained in the BLAST "nr" database (comprising all non-redundant 
GenBank CDS translations, sequences derived from the 3-dimensional structure 
Brookhaven Protein Data Bank, the last major release of the SWISS-PROT protein 
sequence database, EMBL, and DDBJ databases). The cDNA sequences obtained 
in Example 1 were analyzed for similarity to all publicly available DNA sequences 
contained in the "nr" database using the BLASTN algorithm provided by the National 
Center for Biotechnology Information (NCBI). The DNA sequences were translated 
in all reading frames and compared for similarity to all publicly available protein 
sequences contained in the "nr" database using the BLASTX algorithm (Gish and 
States (1993) Nat Genet 3:266-272) provided by the NCBI. For convenience, the 
P-value (probability) of observing a match of a cDNA sequence to a sequence 
contained in the searched databases merely by chance as calculated by BLAST are 
reported herein as "pLog" values, which represent the negative of the logarithm of 
the reported P-value. Accordingly, the greater the pLog value, the greater the 
likelihood that the cDNA sequence and the BLAST "hit" represent homologous 
proteins. 


